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[Abstract]Objective To investigate the expression profile and functional roles of circular RNA (circRNA) in photoaged human
skin. Methods Facial photoaged skin tissues (experimental group) and hip/abdomen skin tissues (control group) were collected.
circRNA microarray analysis was performed to compare circRNA expression profiles between photoaged and non-photoaged
skin groups, and qPCR was used to verify the microarray results. Results A total of 202 differentially expressed circRNAs were
identified. GO/KEGG pathway analysis showed that the parental genes of differentially expressed circRNAs were enriched in
pathways related to extracellular matrix and collagen metabolism. qPCR confirmed that hsa_circRNA 102207 was significantly
downregulated in the experimental group (P<0.001). Conclusion Abnormally expressed circRNAs in photoaged skin may participate
in the pathological process by regulating extracellular matrix remodeling, collagen organization, and key photoaging pathways.
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circRNA Regulation FC (abs) GeneSymbol P-value
hsa_circRNA_001830 up-regulated 43.506 262 6 SCRIB 0.000 632 748
hsa_circRNA_404012 up-regulated 15.799 733 9 BRI2 0.007 620 241
hsa_circRNA_103669 up-regulated 8.866 522 6 CNOT6L 0.046 619 178
hsa_circRNA_405395 up-regulated 6.650592 5 SCAPER 0.021 560 299
hsa_circRNA_103913 up-regulated 6.256 179 8 MCTP1 0.022 774 003
hsa_circRNA_049636 up-regulated 5.3132483 CALR 0.031 072 248
hsa_circRNA_005964 up-regulated 4.607 434 PAPSS1 0.012 820 998
hsa_circRNA_407171 up-regulated 4.2757457 RP11-182N22.7 0.004 163 354
hsa_circRNA_404718 up-regulated 4.262 508 3 MCM10 0.022 838 697
hsa_circRNA_100158 up-regulated 41119704 CSMD2 0.000 632 748
hsa_circRNA_405324 down-regulated 7.7555743 STARD9 0.033 800 742
hsa_circRNA_102207 down-regulated 4.642 446 6 AFMID 0.041 465 148
hsa_circRNA_403691 down-regulated 3.495226 8 LOC101927768 0.018 103 888
hsa_circRNA_407176 down-regulated 3.395 5166 7ZCCHC7 0.017 668 011
hsa_circRNA_000629 down-regulated 3.389699 3 KIF18B 0.034 923 306
hsa_circRNA_406828 down-regulated 3.0522932 CDC40 0.017 564 17
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hsa_circRNA_103410 down-regulated 2.873 4202 LRIG1 0.008 863 804
hsa_circRNA_100018 down-regulated 2.700 791 GNBI1 0.004 755 298
hsa_circRNA_051907 down-regulated 2.628 229 6 RPSI11 0.038 181 704
hsa_circRNA_406326 down-regulated 2.554 6553 QTRTD1 0.042 439 989
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